The title compound, C 13 H 16 ClNO, contains a methylpiperidine ring in the stable chair conformation. The mean plane of the twisted piperidine ring subtends a dihedral angle of 39.89 (7) with that of the benzene ring. In the crystal, weak C-HÁ Á ÁO interactions link the molecules along the a-axis direction to form infinite molecular chains. HÁ Á ÁH interatomic interactions, C-HÁ Á ÁO intermolecular interactions and weak dispersive forces stabilize molecular packing and form a supramolecular network, as established by Hirshfeld surface analysis.
Chemical context
The structures of a wide variety of heterocyclic derivatives have been analysed for their pharma-potentiality over the past three decades (Katritzky, 2010) . Among them, derivatives of the six-membered heterocyclic base piperidine have proven to be successful pharmacophores. Naturally existing in abundance, alkaloids of substituted piperidine compounds exhibit a wide range of biological activities (Yunusov & Azimova, 2013) . Anti-convulsant (Santucci et al., 1986) , anti-tumor, antibacterial (Vinaya et al., 2009 ), anti-viral (Abdel-Aziza et al., 2010 , anti-fungal (Rafiq et al., 2013) and plasma triglyceridelowering (Uto et al., 2010) activities, along with their antagonist activity as anti-HIV-1 agents (Imamura et al., 2005) are deserving of mention. Piperidin-1-yl derivatives have proven vital in the field of neuropsychosis due to their potent biological activity. They act as either central nervous system (CNS) depressants or as stimuli, based on dosage levels (Ramalingan et al., 2004) , and also show anti-tubercular (Patel et al., 2011) , anti-cancer (Lefranc et al., 2013) , anti-tumor (da Silveira et al., 2017) and, in particular, anti-leukemic (Vinaya et al., 2011) activities. One such active piperidin-1-yl derivative is the title compound, (4-chlorophenyl)(4-methyl piperidin-1yl)methanone. ISSN 2056-9890 
Structural commentary
The molecular structure of the title compound, which features a chlorobenzene ring and a methylpiperidine ring, is shown in Fig. 1 
and all other primary bond lengths along with bond angles are well within the range reported for similar structures (Prathebha et al., 2015) . The ring puckering parameters [q 2 = 0.005 (3), q 3 = À0.551 (3), Q T = 0.551 (3) Å , ' 2 = 203 (32) and = 180.0 (3) ] confirm that the piperidine ring adopts a chair conformation. The C1-N1-C6-O1 and O1-C6-C7-C8 torsion angles are À167.4 (2) and 50.7 (3) , respectively. The C1-C2-C3-C13 torsion angle [177.7 (2) ] reveals the anti-periplanar (+ap) orientation of the methyl group with respect to the piperidine ring.
Supramolecular features
In the crystal, weak C11-H11Á Á ÁO1 interactions link translation-related molecules (x À 1, y, z), forming chains parallel to the a axis (Table 1, Fig. 2a ). Weak C-HÁ Á Á close contacts between H5A and the benzene ring of an adjacent (1 À x, Ày, Àz) molecule provide linkage between inversion-related (i.e., head-to-tail) chains (Table 1 , Fig. 2b ). Analysis of the Hirshfeld surface (Spackman et al., 2009) and the associated twodimensional fingerprint plots (McKinnon et al., 2007) were performed with CrystalExplorer 17 (Turner et al., 2017) . Hirshfeld surfaces mapped over d norm , were generated using TONTO (Jayatilaka et al., 2005) computations with B3LYP/6-31G(d,p) basis sets ( Fig. 3 ). Among the major non-bonding interactions ( Fig. 4 ), HÁ Á ÁH contacts have the highest percentage contribution of 52.1%, followed by ClÁ Á ÁH/HÁ Á ÁCl (18.8%), CÁ Á ÁH/HÁ Á ÁC (16.3%), OÁ Á ÁH/HÁ Á ÁO (10.4%) and CÁ Á ÁO/OÁ Á ÁC (1.1%) interactions. The electrostatic and the polarization energies observed among the molecules are compensated by the repulsive components, while the C-HÁ Á ÁO interactions along with van der Waals dispersive forces contribute to form the supramolecular network.
Database survey
The Cambridge Structural Database (version 5.40, Nov. 2018; Groom et al., 2016) includes various structural analogues of substituted piperidin-1-yl compounds, which include EYIXIT (Schmittel et al., 2004) , AFETUB (Rao et al., 2007) , IJUZAP (Betz et al., 2011) , NIPCAS (Prathebha et al., 2013) , QUTGOD (Revathi et al., 2015c) Table 1 Hydrogen-bond geometry (Å , ).
Cg2 is the centroid of the C7-C12 ring.
Symmetry codes: (i) x À 1; y; z; (ii) Àx þ 1; Ày; Àz. 
Figure 3
Hirshfeld surfaces mapped over d norm showing weak C-HÁ Á ÁO interactions on either side of the molecule.
Figure 1
The molecular structure of the title compound showing the atomlabelling scheme with displacement ellipsoids drawn at the 30% probability level.
GUVXAY (Revathi et al., 2015a) and LUPDUX (Revathi et al., 2015b) .
Synthesis and crystallization
The title compound was synthesized using the published procedure (Revathi et al., 2018) via a Scholten-Boumann condensation reaction ( Fig. 5) . A homogeneous mixture of the reagent, 4-methylpiperidine (0.04mol) was prepared with 150ml of methyl ethyl ketone in a round-bottomed flask by stirring it at room temperature for a few minutes. Then 0.04mol of triethylamine was added, followed by stirring for 20min. An equal amount of 2-chlorobenzoyl chloride (0.04mol) was then added slowly under constant stirring and the mixture was then refluxed for 3h at room temperature. The precipitate of triethylammonium chloride formed was filtered off and the filtrate was allowed to evaporate to obtain the title compound. The product was then recrystallized three times from chloroform to obtain block-like single crystals of the title compound, m.p. 325K. 
Refinement
Crystal data, data collection and structure refinement details are summarized in Table 2 . H atoms were positioned geometrically (C-H = 0.93-0.97 Å ) and refined as riding with U iso (H) = 1.5U eq (C-methyl) or 1.2U eq (C) for all other H atoms.
Figure 5
Reaction scheme. 
Computing details
Data collection: APEX3 (Bruker, 2012); cell refinement: APEX3/SAINT (Bruker, 2012); data reduction: SAINT/XPREP (Bruker, 2012); program(s) used to solve structure: SHELXS97 (Sheldrick, 2008) ; program(s) used to refine structure:
SHELXL2014 (Sheldrick, 2015\bbr06) ; molecular graphics: ORTEP-3 for Windows (Farrugia, 2012) , Mercury (Macrae et al., 2020) ; software used to prepare material for publication: publCIF (Westrip, 2010) . where P = (F o 2 + 2F c 2 )/3 (Δ/σ) max < 0.001 Δρ max = 0.18 e Å −3 Δρ min = −0.25 e Å −3 Extinction correction: SHELXL2014 (Sheldrick, 2008) , Fc * =kFc[1+0.001xFc 2 λ 3 /sin(2θ)] -1/4 Extinction coefficient: 0.108 (19) sup-2 Acta Cryst. (2020) . E76, 534-538
(4-Chlorophenyl)(4-methylpiperidin-1-yl)methanone

Special details
Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes. Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > 2sigma(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 ) 
